PREre-derived MO in the slow exchange limit
In the unrealistic assumption that the exchange rate among the different conformations of the protein is slower than its tumbling rate, Figure S3 . MO calculated in the slow exchange limit (range 0-1) at 298 K (A) and at 278 K (B) using PRE data only.
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This journal is © The Owner Societies 2012 Figure S4 . Observed versus calculated pcs PCS values of backbone amide protons at 278 K of Nterminal domain nuclei for the three lanthanide-substituted CaM samples. Corresponding magnetic susceptibility anisotropy tensor parameters are reported in Table S1 . Calculated PCS (ppm) Figure S5 . Observed versus calculated rdc RDC values of C-terminal domain nuclei for the three lanthanide-substituted CaM samples at 278 K. The fit has been performed using the structure 1J7P. Corresponding average tensor parameters are reported in Table S1 . Since the RDCs do not depend on the position of the metal ion, RDCs can in fact be fitted to the protein structure even in the presence on interdomain motion, and the resulting tensors are average tensors with magnitude reduced with respect to the paramagnetic susceptibility tensors. 
